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FJ469991.1
CTTTCGATTGTAGGATAGAGG-CCTACAATGGTGGTGACGGGTGACGGAGAATTAGGGTT AF206880.1 CTTTCGATTGTAGGATAGAGG-CCTACAATGGTGGTGACGGGTAACGGAGAATTAGGGTT ***** ** * * **** ** ** ******* ******* * ** ** ** * **
AY263903.1 CGATTCCGGAAAGGGAGCCTGAAAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGC

AY263889.1 CTATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAGGGAAGGCAGCAGGCGCGC
AY263902.1 CGATTGCGGAGAGGGAGCCTGCAAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCTC
AF132892.1 CGATTCCGGAGAGGGAGCNTGAGAAACGGGTACCACATCCAAGGAAGGCAGCAGGCGCGC
MF360746_Q CGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGC
AF206931.1 CGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGC
AF206911.1 CGATTCCGGAGAGGGAGCCTGAGAAACGGCTNCCACATCCAAGGAAGGCAGCAGGCGCGC
JF317377.1 CGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGC
DQ886376.1 CGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGC
DQ886377.1 CGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGC
AY147111.1 CGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGC
U42515.1_C CGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGC
AY263900.1 CGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGC
GU476453.1 CGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGC
AF206943.1 CGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGC
FJ469991.1 CGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGC
AF206880
.1 CGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGC * *** **** ******* ** ****** * ********* **************** *
AY263903.1 AAATTACCCAATCCTGACACGGGGAGGTATTGACAATAAATAACAATACCGGGCTCTCAC
AY263889.1 AAATTACCCAATCCTGACACGGGGAGGTAGTGACAATAAATAACAATACCGGGCTCTCAC
AY263902.1 AAATTACCCAATCCTGACACGGGGAGGTAGTGACAATAAATAACAATACCGGGCTCTCAC
AF132892.1 AAATTACCCAATCCTRAYACGGGGAGGTAGTGACAWTAAATAACAATACCGGGCTCTCAC
MF360746_Q AAATTACCCAATCCTGACACGGGGAGGTAGTGACAATAAATAACAATACCGGGCTCTCAC
AF206931.1
AAATTACCCAATCCTGACACGGGGAGGTAGTGACAATAAATAACAATACCGGGCTCT-AC
U42515.1_C AAATTACCCAATCCTGACACGGGGAGGTAGTGACAATAAATAACAATACCGGGCTCTTAT
AY263900.1 AAATTACCCAATCCTGACACGGGGAGGTAGTGACAATAAATAACAATACCGGGCTCTTAT
GU476453.1 AAATTACCCAATCCTGACACGGGGAGGTAGTGACAATAAATAACAATACCGGGCTCTTTA
AF206943.1 AAATTACCCAATCCTGACACGGGGAGGTAGTGACAATAAATAACAATACCGGGCTCTTAC
FJ469991.1 AAATTACCCAATCCTGACACGGGGAGGTAGTGACAATAAATAACAATACCGGGCTCTTAC
AF206880
.1 AAATTACCCAATCCTGACACGGGGAGGTAGTGACAATAAATAACAATACCGGGCTCTTAC *************** * *********** ***** ********************
AY263903.1 GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
AY263889.1 GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
AY263902.1 GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
AF132892.1 GAGTMTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
MF360746_Q GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
AF206931.1 GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
AF206911.1 GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
JF317377.1 GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
DQ886376.1 GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
DQ886377.1 GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
AY147111.1 GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
U42515.1_C GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
AY263900.1 GAGTCTGGTAATTGGAATGAGTACAATTTAAATCCCTTAACGAGGATCCATTGGAGGGCA
GU476453.1 GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
AF206943.1 GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
FJ469991.1 GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA
AF206880.
1 GAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCCATTGGAGGGCA **** ********************** ********************************
AY263903.1 AGTCTGGTGCCAGCAGCCGCGGTTATTCCAGCTCCAATAGCGTATATTTAAGTCGTTGCA
AY263889.1 AGTCTGGTGCCAGCAGCCGCGGTAATCCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
AY263902.1 AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
AF132892.1 AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
MF360746_Q AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
AF206931.1 AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
AF206911.1
AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
JF317377.1 AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
DQ886376.1 AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
DQ886377.1 AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
AY147111.1 AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
U42515.1_C AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
AY263900.1 AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
GU476453.1 AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
AF206943.1 AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
FJ469991.1 AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
AF206880.1 AGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTTAAGTTGTTGCA
FJ469991.1 CCGGTGCTGTTACTTTGAAGAAATTAGAGTGCTCAAAGCAAGCCTACGCTCTGTATACAT
AF206880
.1 CCGGTGCTGTTACTTTGAAGAAATTAGAGTGCTCAAAGCAAGCCTACGCTCTGTATACAT *** ************************************************ ******
AY263903.1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTCTGTTGGCCTTCGGGATCGGAGTA
AY263889.1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTCTGTTGGCCTTCGGGATCGGAGTA
AY263902.1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTCTGTTGGCCTTCGGGATCGGAGTA
AF132892.1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTCTGTTGGCCTTCGGGATCGGAGTA
MF360746_Q TAGCATGGGATAACATCATAGGATTTCGGTCCTATTAAGTTGGCCTTCGGGATCGGAGTA
AF206931.1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTCTGTTGGCCTTCGGGATCGGAGTA
AF206911.1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTCTGTTGGCCTTCGGGATCGGAGTA
JF317377.1 TAGCATGGGATAACATCATAGGATTCCGGTCCTATTATGTTGGCCTTCGGGATCGGAGTA
DQ886376.1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTCTGTTGGCCTTCGGGATCGGAGTA
DQ886377.1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTCTGTTGGCCTTCGGGATCGGAGTA
AY147111.1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTCTGTTGGCCTTCGGGATCGGAGTA
U42515.1_C TAGCATGGGATAACATCATAGGATTTCGGTCCTATTGTGTTGGCCTTCGGGATCGGAGTA
AY263900.1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTCTGTTGGCCTTCGGGATCGGAGTA
GU476453.1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTGTGTTGGCCTTCGGGATCGGAGTA
AF206943.1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTGTGTTGGCCTTCGGGATCGGAGTA
FJ469991.1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTGTGTTGGCCTTCGGGATCGGAGTA
AF206880.
1 TAGCATGGGATAACATCATAGGATTTCGGTCCTATTGTGTTGGCCTTCGGGATCGGAGTA ************************* ********** ********************** 
GU476453.1 ATGATTAACAGGAACAGTCGGGGGCATTCGTATTTCATAGTCAGAGGTGAAATTCTTGGA
AF206943.1 ATGATTAACAGGAACAGTCGGGGGCATTCGTATTTCATAGTCAGAGGTGAAATTCTTGGA
FJ469991.1 ATGATTAACAGGAACAGTCGGGGGCATTCGTATTTCATAGTCAGAGGTGAAATTCTTGGA
AF206880.
1 ATGATTAACAGGAACAGTCGGGGGCATTCGTATTTCATAGTCAGAGGTGAAATTCTTGGA ************ *************** ************** **** ***********
AY263903.1 TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
AY263889.1 TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
AY263902.1 TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
AF132892.1 TTTATGAAAGASGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
MF360746_Q TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
AF206931.1 TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
AF206911.1 TTTATGAAAGACGANCAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
JF317377.1 TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
DQ886376.1 TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
DQ886377.1 TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
AY147111.1 TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
U42515.1_C TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
AY263900.1 TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
GU476453.1 TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
AF206943.1 TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
FJ469991.1 TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
AF206880.1 TTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAAC
*********** ** *********************************************
AY263903.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
AY263889.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
AY263902.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
AF132892.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
MF360746_Q GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
AF206931.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
AF206911.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
JF317377.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
DQ886376.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
DQ886377.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
AY147111.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
U42515.1_C GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
AY263900.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
GU476453.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
AF206943.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
FJ469991.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
AF206880.1 GAAAGTTGGGGGCTCGAAGACGATCAGATACCGTCCTAGTCTCAACCATAAACGATGCCG
************************************************************
AY263903.1 ACCAGGGATCGGCGGATGTTACTTATAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
AY263889.1 ACCAGGGATCGGCGGATGTTACTTATAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
AY263902.1 ACCAGGGATCGGTGGATGTTACTTATAGGACTCCGCCGGCACATTATGAGAAATCAAAGT
AF132892.1 ACCAGGGATCGGCGGATGTTACTTATAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
MF360746_Q ACCAGGGATTGGCGGATGTTACTTATAGGACTCCGCCAGCACCTTATGAGAAATCAAAGT
AF206931.1 ACCAGGGATTGGCGGATGTTGCTTTTAGGACTCCGCCAGCACCTTATGAGAAATCAAAGT
AF206911.1 ACCAGGGATCGGCGGATGTTGCTTATAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
JF317377.1 ACCAGGGATCGGCGGATGTTGCTTATAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
DQ886376.1 ACCAGGGATCGGCGGATGTTACTTTTAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
DQ886377.1 ACCAGGGATCGGCGGATGTTACTTTTAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
AY147111.1 ACCAGGGATCGGCGGATGTTACTTTTAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
U42515.1_C ACCAGGGATCGGCGGATGTTGCTTTCAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
AY263900.1 ACCAGGGATCGGCGGATGTTGCTTTCAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
GU476453.1 ACCAGGGATCGGCGGATGTTGCTTTCAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
AF206943.1 ACCAGGGATCGGCGGATGTTGCTTTAAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
FJ469991.1 ACCAGGGATCGGCGGATGTTGCTTTAAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
AF206880.1 ACCAGGGATCGGCGGATGTTGCTTTAAGGACTCCGCCGGCACCTTATGAGAAATCAAAGT
********* ** ******* *** *********** **** *****************
AY263903.1 CTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
AY263889.1 CTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
AY263902.1 CTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
AF132892.1 CTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
MF360746_Q CTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
AF206931.1 TTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
AF206911.1 TTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
JF317377.1 TTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
DQ886376.1 TTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
DQ886377.1 TTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
AY147111.1 CTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
U42515.1_C CTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
AY263900.1 CTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
GU476453.1 CTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
AF206943.1 CTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
FJ469991.1 CTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG
AF206880
.1 CTTTGGGTTCCGGGGGGAGTATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGG ***********************************************************
AY263903.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
AY263889.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
AY263902.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
AF132892.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
MF360746_Q CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
AF206931.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
AF206911.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
JF317377.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
DQ886376.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
DQ886377.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
AY147111.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
U42515.1_C CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
AY263900.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
GU476453.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
AF206943.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
FJ469991.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC
AF206880
.1 CACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAAACTTACCAGGTC ************************************************************
AY263903.1 CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTTTTGATTCTATGGGTGGTGGGGCA
AY263889.1 CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTTTATGGGTGGTGGTGCA
AY263902.1 CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTNTATGGGTGGTGGTGCA
AF132892.1 CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTGCA
MF360746_Q CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTGCA
AF206931.1 CAGACATAGTAAGGATTGACAGATTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTGCA
AF206911.1 CAGACATAGCAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTGCA
JF317377.1 CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTGCA
DQ886376.1 CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTGCA
DQ886377.1 CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTGCA
AY147111.1 CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTGCA
U42515.1_C CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTGCA
AY263900.1 CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTGCA
GU476453.1 CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTGCA
AF206943.1 CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTNCA
FJ469991.1 CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTGCA
AF206880
.1 CAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGGTGGTGGTGCA ********* ************* ************ ****** ************ ** Figure S3 . IspS DNA sequence and protein sequence alignment. (a) DNA sequence of the 165 bp segment of the gene (IspS) encoding for the isoprene synthase protein in pin oak (Quercus palustris), identified for the first time in this study. (b) protein sequence alignment of the pin oak IspS protein segment and known IspS proteins of other species, used for phylogenetic analyses (tree presented in Figure 6 ). The Quercus palustris IspS segment is highlighted in yellow. Amino acid identity in given positions is denoted by the asterisk * at the bottom of the alignment. The amino acid F338 unique to isoprene synthases is highlighted in bold in the novel pin oak segment. Also highlighted is the highly conserved DDXXD sequence.
AY263903.1 TGGCCGTTTTTAGTTGGTGGAGTAATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
AY263889.1 TGGCCGTTCTTAGTTGGTGGAGTGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
AY263902.1 TGGCCGTTCTTAGTTGGTGGAGTGATTTGTATGGTTAATTCCGTTAAGGAACGAGACCTC
AF132892.1 TGGCCGTTCTTAGTTGGTGGAGTGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
MF360746_Q TGGCCGTTCTTAGTTGGTGGAGTGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
AF206931.1 TGGCCGTTCTTAGTTGGTGGAGCGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
AF206911.1 TGGCCGTTCTTAGTTGGTGGAGCGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
JF317377.1 TGGCCGTTCTTAGTTGGTGGAGCGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
DQ886376.1 TGGCCGTTCTTAGTTGGTGGAGCGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
DQ886377.1 TGGCCGTTCTTAGTTGGTGGAGCGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
AY147111.1 TGGCCGTTCTTAGTTGGTGGAGCGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
U42515.1_C TGGCCGTTCTTAGTTGGTGGAGCGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
AY263900.1 TGGCCGTTCTTAGTTGGTGGAGCGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
GU476453.1 TGGCCGTTCTTAGTTGGTGGAGCGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
AF206943.1 TGNCCGTTCTTAGTTGGTGGAGCGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
FJ469991.1 TGGCCGTTCTTAGTTGGTGGAGCGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
AF206880.1 TGGCCGTTCTTAGTTGGTGGAGCGATTTGTCTGGTTAATTCCGTTAACGAACGAGACCTC
